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============

*Pectobacterium* spp. are necrotrophic bacterial pathogens that can cause blackleg and soft rot disease in potatoes and other plant hosts ([@B1]). Blackleg disease has resulted in significant economic losses and continues to devastate the potato industry ([@B2], [@B3]). Pectobacterium brasiliense has been reported as one of the most aggressive *Pectobacterium* species known to date ([@B4]). A draft genome of *P. brasiliense* 1692 with 109 contigs was deposited in the ASAP database ([@B5]). Here, we report the complete and annotated genome sequence of *P. brasiliense* 1692 that was originally isolated from potato in Brazil ([@B6], [@B7]) and is responsible for causing soft rot disease in multiple crops worldwide ([@B8][@B9][@B11]).

*P. brasiliense* 1692 was cultured in Luria-Bertani (LB) medium at 28°C (per liter of medium, 10 g of tryptone, 5 g of yeast extract, 10 g of NaCl). High-molecular-weight DNA was extracted from overnight bacterial cultures using a previously described method ([@B12]). DNA quantity was assessed using a NanoDrop 1000 spectrophotometer (Thermo Fisher Scientific, USA) and a Qubit 3.0 fluorometer (Thermo Fisher Scientific). DNA integrity was assessed using the Agilent 2100 BioAnalyzer system (Agilent, Santa Clara, CA, USA).

Whole-genome sequencing technology capable of generating long reads (Nanopore) was used to obtain a complete scaffold of the genome, and short reads (Illumina) were used to polish the assembled genome. All software systems were run with their default settings unless otherwise noted. For long-read sequencing, the DNA library was prepared using the rapid sequencing kit (SQK-RAD004) on an R9.4.1 SpotON flow cell with a MinION Mk1B device from Oxford Nanopore Technologies (UK). This generated 390,520 reads with a total length of 1,454,586,232 bp, an *N*~50~ value of 6,448 bp, and a genome coverage of 298×. The reads were base called using GUPPY v3.5.1 and assembled using Flye v2.5 ([@B13]). For short-read sequencing, the DNA library was prepared by the Cornell Genomics Facility using NEXTflex before sequencing on a MiSeq instrument with the 500-bp kit (Illumina, USA), yielding 4,351,550 paired-end reads. The raw reads were processed to remove the Nextera adaptor and low-quality sequences using Trimmomatic v0.36 ([@B14]) (quality value \[QV\] ≤ 20, ILLUMINACLIP:Nextera-PE.fa:2:30:10 LEADING:3 TRAILING:3 SLIDINGWINDOW:4:15 MINLEN:80). Pilon v1.22 ([@B15]) was used with default parameters to align the resulting 3,866,620 high-quality cleaned Illumina read pairs to the draft genome and correct the draft genome for four rounds.

The final polished *P. brasiliense* 1692 genome was 4,851,982 bp long with 52.15% GC content and was annotated using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP v4.10) ([@B16]). It contained 4,310 genes in total, with 4,139 protein-coding genes, 65 pseudogenes, 8, 7, and 7 rRNA-coding sequences (5S, 16S, and 23S rRNAs, respectively), 77 tRNAs, and 7 noncoding RNAs. Two clustered regularly interspaced short palindromic repeat (CRISPR) arrays were found in the genome.
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The *P. brasiliense* 1692 genome sequence has been deposited at NCBI GenBank under the accession number [CP047495](https://www.ncbi.nlm.nih.gov/nuccore/CP047495). The Nanopore and Illumina raw reads have been deposited in the Sequence Read Archive (SRA) under the accession numbers [SRR10850513](https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10850513) and [SRR10850514](https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10850514), respectively.
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